The utility of 15 new and 17 previously published microsatellite markers was evaluated for species identification and stock delimitation in the deep-water hake Merluccius paradoxus and the shallow-water hake Merluccius capensis. A total of 14 microsatellites was polymorphic in M. paradoxus and 10 in M. capensis. Two markers could individually discriminate the species using Bayesian clustering methods and a statistical power analysis showed that the set of markers for each species is likely to detect subtle genetic differentiation (F ST < 0.006), which will be valuable to delimit and characterise genetic stocks.
Both the shallow-water hake Merluccius capensis Castelnau, 1861 and the deep-water hake M.
paradoxus Franca, 1960 are targeted by a valuable demersal fishery along the west coasts of Southern Africa (>100 million USD annually; Butterworth & Rademeyer, 2005) , but the intensification of exploitation over recent decades caused a resource decline (Payne & Punt, 1995) . Due to their morphological similarity and overlapping distribution, the two species are not distinguished in the commercial landings records (von der Heyden et al., 2007b) and they are combined into geographic managements units, namely Namibia, west coast and south coast of South Africa (Butterworth & Rademeyer, 2005) . Previous genetic surveys successfully distinguished the two species (Grant et al., 1987; von der Heyden et al., 2007b; Garcia-Vazquez et al., 2012) and detected population differentiation (Grant et al., 1987; von der Heyden et al., 2007a ) using mtDNA markers and allozymes. Since these markers are inadequate to draw final conclusions regarding stock delimitation, highly informative markers such as microsatellites are necessary (Selkoe et al., 2006) .
To provide reliable genetic markers for species identification and stock delimitation in the two Cape hake species, the resolution power of newly developed and previously published microsatellites is assessed. The development of de novo microsatellite markers is presented.
The discriminating power of each microsatellite for the correct identification of species was evaluated. A simulation approach was used to assess the robustness of each set of markers in detecting subtle genetic differentiation.
Total genomic DNA was isolated using the DNeasy tissue extraction kit (Qiagen, www.qiagen.com) . A partial genomic library enriched using two sets of four tetranucleotide repeat probes (TATC/AGCA/GCGA/CAGC and GATA/GTCT/GAAA/ACGT) was generated for M.
paradoxus following Zane et al. (2002) . A total of 585 clones was selected and sequenced and Msatcommander 0.8.2 (Faircloth, 2008) was used to identify 213 sequences containing repeats and design 141 primers after exclusion of duplicates (Table SI, Supporting Information). A total of 20 loci was chosen for further analyses based on quality/length of the repeats (e.g. containing perfect repeats). Additional microsatellites were tested from: Moran et al. (1999, five markers), Seibert & Ruzzante (2006, four) , D'Amato et al. (1999, six) and Rico et al. (1997, two) .
A total of 15 markers with consistent PCR amplification on 2% agarose gels stained with GelRedTM Acid stain (Biotium, www.biotium.com) were selected. PCRs were prepared with 25-100 ng of genomic DNA, 1X PCR buffer, 0.4U Supertherm Taq polymerase (Southern Cross Biotechnologies, http://za.w393.com/27566370205), 1.5 mM MgCl 2 , 1 pmol forward and reverse primers (Inqaba Biotec, www.inqababiotec.co.za) and 0.2 mM dNTPs (Promega, www.promega.com) in a final volume of 10 µL. The PCR cycling conditions were: 5 min at 94°C, followed by 35 cycles of 30 sec at 94°C, 30 sec at 55°C and 45 sec at 72°C and a final elongation step of 20 min at 72°C. Polymorphism was assessed in 32 adults of each species collected within the same location in 2005 (von der Heyden et al., 2007a) . The genotyping was performed by combining the Quantitect Multiplex PCR kit (Qiagen, www.qiagen.com) and four markers fluorescently labelled using the G5 dye set (NED, VIC, PET or FAM) from Applied Biosystems The resolution power of each locus in distinguishing the two species was evaluated using Fstatistics and a clustering method. F ST (in Genetix) and G ST (in GenAlEx 6.5; Peakall & Smouse, 2012) were estimated for each locus giving consistent amplification in both species (Fig. 1) . The clustering method implemented in Structure 2.3.1 (Pritchard et al., 2000) was applied per locus (no admixture, correlated allele frequency) using 10 6 MCMC replicates following a burn-in period of 10 5 . The most likely number of clusters (K) was determined following Evanno et al. each genotype to the correct species with high accuracy ( Fig. 1; Fig. 2 ). All the other markers cannot individually discriminate the species even though some show 100% private alleles. confidence interval (Fig. 3) , suggesting directional selection. Considering the long divergence of the species (Grant & Leslie, 2001) , the patterns of selection are likely ancient as already observed in other taxa (Narum et al., 2008) . Therefore, should divergent populations be included, the two markers will still accurately distinguish the Cape hake species. 
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